Supplementary Table 4: SNV summary
After filtering, we found 63 SNVs in 57 samples. The mean read depth of the targeted exonic regions was 740.35 and the mean and SD in cases of high allele frequency were 5.82 and 6.37, respectively. Non-synonymous SNVs were identified in 23 out of 57 cases (40.35%) and in 24 out of 36 genes (66.6%). We found a high percentage of C>T changes (nearly 47%), probably due to the dipyrimidine context. FFPE) , with 97% mean coverage in the coding regions. Selection criteria were established on the basis of various characteristics: 25 genes were selected from the previous results using the Illumina platform for NGS (selection of genes or regions consistently mutated in at least two samples); 7 additional genes were selected on the basis of previous reports of being frequently mutated in cHL and/or their frequent mutations in DLBCL (in particular, primary mediastinal LBCL); and 3 genes were included in the panel because of their biological relevance to cHL biology. 
See Supplementary File 4

Supplementary
See Supplementary File 2
Supplementary
